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<210> 1 
<211> 2575 
<212> DNA 

<213> Rattus'norvegicus 



xese «s s a c u - 

SEES * ™ SSS s .U 

£££2 S'cSSS S= s ^ «j 

aEacaccttg cagctgatgt acactgtggg ^actccgtg tctctcatct c ?80 

1SS ESS iSi ~s 3 w ilS S 

gacatccgtc tcctgtcgct ccgtccaggt cctcctgcac ^actttgtgg 9 102Q 
Ltgtggctg ctggttgaag gactttacct -acactctg ^ggagccca cag g ^ 
tgaaaggcgg ctgtggccca agtacctggt 9^gggttgg 9« ^ « c * a caaatgg 1140 
tattccctgg ggttttgccc f 9«cacct 33*9««« cStgtgS cagttaattt 1200 
f^cafgarc SSSS ctcaaagctc a t caga t g t g 1260 



cttcagagac tacaaataca gattggcgaa atcaacgttg ctcctcattc ctttgttggg 1320 
aattcatqag gtcctcttca ctttcttccc cgacgaccaa gttcaaggat tttcaaaacg u«u 
tattcgactc ftcatccagc tgacactgag ctctgtccac ggatttctgg tggccttgca 1440 

hhz sssss sssss ssus s ~s 

Es& 3SSS SEES SSSS KSg 

ssss nsns ssss ™- ™«» h°. 

™ 25SS S=S5 SSSS ESS 3= 

ssss sees see = ™ 

at-aaarccca ccatgaagaa aartcattta ttaaatagar tccggttagg atctccttcc ^xuu 
cattcatggt gcatggcctc cttccaaggg atgggagtcg gstgcactgg aaccccacag 2160 
glaacSga agtatccagt tctagggaat tatagccaat attctgagag agcaagtctg 20 
agatgagakc cgagaatwgc aagtgtwgga cawgcattca aggaaactcc tcacctttgg 

Sii 55s SIS iiS =15 Hps s 

gfygacagaa gyytgaa^t cacaatactg catgtgttag tttctgtcgt cattgctgtg 2520 
tccaaatacc tgaccaggac caatttaagc gaggaactgc tacatgggcg gccgc 



<210> 2 
<211> 550 
<212> PRT 

<213> Rattus norvegicus 



Me^Arg Pro Gin Pro Ser Pro Ala Val Pro Ser Arg Cys Arg Glu Ala 

Pro Val Pro Arg Val Arg Ala Gin Pro Val Gly He Pro Glu Ala Gin 

20 25 

Gly Pro Val Pro Leu His Ser Gin Gin Met Arg Leu Leu Trp Gly Pro 
35 40 45 

Gly Arg Pro Phe Leu Ala Leu Leu Leu Leu Val Ser He Lys Gin Val 



Thr Gly Ser Leu Leu Lys 



Glu Thr Thr Gin Lys Trp Ala Asn Tyr Lys 



Glu Lys Cys Leu Glu Asp Leu His Asn Arg Leu Ser Gly He Phe Cys 

85 9° 95 

Asn Gly Thr Phe Asp Arg Tyr Val Cys Trp Pro His Ser Tyr Pro Gly 

100 105 
Asn Val Ser Val Pro Cys Pro Ser Tyr Leu Pro Trp Trp Asn Ala Glu 
115 120 125 

Ser Pro Gly Arg Ala Tyr Arg His Cys Leu Ala Gin Gly Thr Trp Gin 
130 135 I 40 



Thr Arq Glu Asn Thr Thr Asp He Trp Gin Asp Glu Ser Glu Cys Ser 
145 150 155 160 

Glu Asn His Ser Phe Arg Gin Asn Val Asp His Tyr Ala Leu Leu Tyr 
165 170 175 

Thr Leu Gin Leu Met Tyr Thr Val Gly Tyr Ser Val Ser Leu He Ser 
180 185 190 

Leu Phe Leu Ala Leu Thr Leu Phe Leu Phe Leu Arg Lys Leu His Cys 
195 200 205 

Thr Arg Asn Tyr He His Met Asn Leu Phe Ala Ser Phe He Leu Lys 
210 215 220 

Val Leu Ala Val Leu Val Lys Asp Met Val Ser His Asn Ser Tyr Ser 
225 230 235 240 

Lys Arg Pro Asp Asp Glu Ser Gly Trp Met Ser Tyr Leu Ser Glu Thr 
245 250 255 

Ser Val Ser Cys Arg Ser Val Gin Val Leu Leu His Tyr Phe Val Gly 
260 265 270 

Thr Asn His Leu Trp Leu Leu Val Glu Gly Leu Tyr Leu His Thr Leu 
27 5 280 285 

Leu Glu Pro Thr Val Phe Pro Glu Arg Arg Leu Trp Pro Lys Tyr Leu 
290 295 300 

Val Val Gly Trp Ala Phe Pro Met Leu Phe Val He Pro Trp Gly Phe 



305 310 



Ala Arq Ala His Leu Glu Asn Thr Arg Cys Trp Ala Thr Asn Gly Asn 
325 330 335 

Leu Lys He Trp Trp He He Arg Gly Pro Met Leu Leu Cys Val Thr 
340 345 350 

Val Asn Phe Phe He Phe Leu Lys He Leu Lys Leu Leu He Ser Lys 
355 360 365 

Leu Lys Ala His Gin Met Cys Phe Arg Asp Tyr Lys Tyr Arg Leu Ala 
370 375 380 

Lvs Ser Thr Leu Leu Leu He Pro Leu Leu Gly Val His Glu Val Leu 
385 390 395 400 

Phe Thr Phe Phe Pro Asp Asp Gin Val Gin Gly Phe Ser Lys Arg He 
405 410 415 

Arq Leu Phe He Gin Leu Thr Leu Ser Ser Val His Gly Phe Leu Val 
420 425 430 

Ala Leu Gin Tyr Gly Phe Ala Asn Gly Glu Val Lys Ala Glu Leu Arg 
435 440 445 



* 



Lys Ser Trp Gly Arg Phe Leu Leu 
450 455 

Cys Val Leu Gly Lys Asn Phe Arg 
465 470 

Leu Ser Glu Gly Asp Gly Ser Glu 
485 

Thr Cys Ser Ser His Leu Ala Ser 
500 

Gin Pro His Arg Gly Arg Gly Ala 
515 520 

Glu Ser Ser Glu Gly Asp Phe Thr 
530 535 

Leu Glu Glu -Ser Glu lie 
545 550 



4 

Ala Arg His Trp Gly Cys Arg Thr 
460 

Phe Leu Gly Lys Cys Ser Lys Lys 
475 480 

Thr Leu Gin Lys Leu Arg Phe Ser 
490 495 

Glu Thr Leu Gly Asp Val Gly Val 
505 510 

Trp Pro Arg Gly Ser Ser Leu Ser 
525 

Leu Ala Asn Thr Met Glu Glu lie 
540 



<210> 3 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
primer 

<220> 

<221> modif ied_base 
<222> (24) 

<223> a, c, g, t, unknown, or other 
<400> 3 

tttttctaga asrtsatsta cacngtsggc tac 



<210> 4 
<211> 32 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
<400> 4 

ttttctcgag ccarcarcca sswrtarttg gc 



<210> 5 
<211> 38 
<212> DNA 

<213> Artificial Sequence 





5 



<220> 

<223> Description of Artificial Sequence: Synthetic 
oligonucleotide 



<400> 5 

aactacatcc acmkgmayct gttyvygtcb ttcatsct 



38 



<210> 6 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 



<210> 7 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
primer 

<400> 7 

tctgacagat atgacatcca tccac 



<210> 8 
<211> 32 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Synthetic 
primer 

<220> 

<221> modif ied_base 
<222> (5) 

<223> a, c, g, t, unknown, or other 
<400> 8 

tcyrnctgsa cctcmyyrtt gasraarcag ta 3 2 



<210> 9 

<211> 667 

<212> DNA 

<213> Homo sapiens 



primer 



<400> 6 

tcatctccct cttcttggct cttac 



25 



<220> 

<221> CDS 

<222> (1) . . (666) 

<400> 9 

tec ttc tct ctt ate tec etc ttc ctg get etc ace etc etc ttg ttt 
Ser Phe Ser Leu lie Ser Leu Phe Leu Ala Leu Thr Leu Leu Leu Phe 



ctt cga aaa etc cac tgc acg cgc aac tac ate cac atg aac ttg ttt 
Leu Arg Lys Leu His Cys Thr Arg Asn Tyr lie His Met Asn Leu Phe 
20 25 30 

get tct ttc ate ctg aga ace ctg get gta ctg gtg aag gac gtc gtc 
Ala Ser Phe He Leu Arg Thr Leu Ala Val Leu Val Lys Asp Val Val 



ttc tac aac tct tac tec aag agg cct gac aat gag aat ggg tgg atg 
Phe Tyr Asn Ser Tyr Ser Lys Arg Pro Asp Asn Glu Asn Gly Trp Met 
50 55 60 

tec tac ctg tea gag atg tec acc tec tgc cgc tea gtc cag gtt etc 
Ser Tyr Leu Ser Glu Met Ser Thr Ser Cys Arg Ser Val Gin Val Leu 
65 70 75 80 

ttg cat tac ttt gtg ggt gec aat tac tta tgg ctg ctg gtt gaa ggc 
Leu His Tyr Phe Val Gly Ala Asn Tyr Leu Trp Leu Leu Val Glu Gly 
85 90 95 

etc tac etc cac acg ctg ctg gag ccc aca gtg ctt cct gag agg egg 
Leu Tyr Leu His Thr Leu Leu Glu Pro Thr Val Leu Pro Glu Arg Arg 
100 105 HO 

ctg tgg ccc ara tac ctg ctg ttg ggt tgg gec ttc cct gtg eta ttt 
Leu Trp Pro Xaa Tyr Leu Leu Leu Gly Trp Ala Phe Pro Val Leu Phe 
115 120 125 

gtt gta ccc tgg ggt ttc gee cgt gca cac ctg gar aac aca ggg tgc 
Val Val Pro Trp Gly Phe Ala Arg Ala His Leu Glu Asn Thr Gly Cys 
130 135 140 

tgg aca aca aat ggg aat aag aaa ate tgg tgg ate ate cga gga ccc 
Trp Thr Thr Asn Gly Asn Lys Lys He Trp Trp He He Arg Gly Pro 
145 150 155 160 

atg atg etc tgt gta aca gtc aat ttc ttc ate ttc ctg aaa att etc 
Met Met Leu Cys Val Thr Val Asn Phe Phe He Phe Leu Lys He Leu 
165 170 175 

aag ctt etc att tct aag etc aaa get cat caa atg tgc ttc aga gat 
Lys Leu Leu He Ser Lys Leu Lys Ala His Gin Met Cys Phe Arg Asp 
180 185 190 



tat aaa tac aga ttg gca aaa tea aca ctg gtc etc att cct tta ttg 
Tyr Lys Tyr Arg Leu Ala Lys Ser Thr Leu Val Leu He Pro Leu Leu 
195 200 205 



624 



qqc qtt cat gag ate etc ttc tct ttc ate act gat gat caa g 
fly ?S His 111 He Leu Phe Ser Phe He Thr Asp Asp Gin 



Gly 

210 



<210> 10 
<211> 222 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> MOD_RES 
<222> (116) 
<223> Lys or Arg 



Ser°Phe°ser Leu He Ser Leu Phe Leu Ala Leu Thr Leu Leu Leu Phe 

1 5 10 15 

L eu Arg Lys Leu His Cys Thr Arg Asn Tyr He His Met Asn Leu Phe 

20 25 
Ala Ser Phe He Leu Arg Thr Leu Ala Val Leu Val Lys Asp Val Val 
35 40 45 

Phe Tyr Asn Ser Tyr Ser Lys Arg Pro Asp Asn Glu Asn Gly Trp Met 

50 55 60 

Ser Tyr Leu Ser Glu Met Ser Thr Ser Cys Arg Ser Val Gin Val Leu 

65 70 75 

Leu His Tyr Phe Val Gly Ala Asn Tyr Leu Trp Leu Leu Val Glu Gly 
85 90 95 

Leu Tyr Leu His Thr Leu Leu Glu Pro Thr Val Leu Pro Glu Arg Arg 
100 HO 

Leu Trp Pro Xaa Tyr Leu Leu Leu Gly Trp Ala Phe Pro Val Leu Phe 
115 120 125 

Val Val Pro Trp Gly Phe Ala Arg Ala His Leu Glu Asn Thr Gly Cys 

130 135 1*0 

Trp Thr Thr Asn Gly Asn Lys Lys He Trp Trp He He Arg Gly Pro 
145 150 155 

Met Met Leu Cys Val Thr Val Asn Phe Phe He Phe Leu Lys He Leu 
165 "0 175 

Lys Leu Leu lie Ser Lys Leu Lys Ala His Gin Met Cys Phe Arg Asp 
180 1B5 190 

Tyr Lys Tyr Arg Leu Ala Lys Ser Thr Leu Val Leu lie Pro Leu Leu 
195 200 205 

Gly Val His Glu He Leu Phe Ser Phe He Thr Asp Asp Gin 



<210> 11 
<211> 2112 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 

<222> (122) . . (1780) 



tggagaggat ttgtgcaaac atttcttctg tggaccaaga ggaatgcaag aggaggctgc 60 
ctgcggtgca tcttggacgg ctagagagat gtacccctac ttgtgaaggt gcacgaggaa 120 

• 2 S3 2 2 2 2 5 2 2 2 - 5 5 = "j - 

2 2 2 5 2 2 2 2 2 2 2 2 2 2 2 5 2 " 



II? 2 2 2 2 2 2 2 S 2 2 2 2 2 2 2 
5 5 2 2 2 2 2 2 2 2 2 2 2 2 2 2 

50 55 

2 5 2 2 2 2 2 2 £ S 2 2 2 2 2 2 
2 2 2 2 S 5 2 2 2 2 2 2 2 2 2 2 

85 90 

2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 
2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 
2 2 2 5 2 2 2 2 2 2 2 2 2 2 2 2 
2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 



313 



361 



409 



505 



553 



601 



145 150 



gag aac cac age ttc aag caa aac gtg gac cgt tat gec ttg ctg tea 649 
Glu Asn His Ser Phe Lys Gin Asn Val Asp Arg Tyr Ala Leu Leu Ser 

165 170 175 

ace ttg cag etg atg tac ace gtg gga tac tec ttc tet ctt ate tec 697 
?nr Leu Gin Leu Met Tyr Thr Val Gly Tyr Ser Phe Ser Leu He Ser 

180 185 
etc ttc etg get etc aec etc etc ttg ttt ctt cga aaa etc cac tgc 745 
Leu Pne Leu Ala Leu Thr Leu Leu Leu Phe Leu Arg Lys Leu His Cys 
195 200 205 

acg egc aac tac ate cac atg aac ttg ttt get tet ttc ate ctg aga 793 
Thr Arg Asn Tyr He His Met Asn Leu Phe Ala Ser Phe He Leu Arg 

210 215 220 

ace ctg get gta ctg gtg aag gac gtc gtc ttc tac aac tet tac tec 841 
Tnr Leu £ Val Leu Val Lys Asp Val Val Phe Tyr Asn Ser Tyr Ser 
225 230 235 

aag agg cet gac aat gag aat ggg tgg atg tec tac ctg tea gag atg 889 
Lys Arg Pro Asp Asn Glu Asn Gly Trp Met Ser Tyr Leu Ser Glu Met 
245 250 

tec aec tee tgc egc tea gtc eag gtt etc ttg eat tac ttt gtg ggt 937 
Ser Thr Ser Cys Arg Ser Val Gin Val Leu Leu His Tyr Phe Val Gly 
260 265 270 

gec aat tae tta tgg etg ctg gtt gaa ggc etc tac etc cac acg etg 
La Asn Tyr Leu Trp Leu Leu Val Glu Gly Leu Tyr Leu His Thr Leu. 



275 



ctg gag ccc aea gtg ctt cct gag agg egg ctg tgg ccc aga tac ctg 
Leu IS Pro Thr Val Leu Pro Glu Arg Arg Leu Trp Pro Arg Tyr Leu 

290 295 300 

ctq tt t tgg g CC ttc cct gtg eta ttt gtt gta ccc tgg ggt ttc 
Leu Leu fly Tr? Ala Phe Pro Val Leu Phe Val Val Pro Trp Gly Phe 
305 310 315 

ace cat gca cac ctg gag aac aea ggg tgc tgg aca aea aat ggg aat 
Ala Arg La His Leu Ilu Asn Thr Gly Cys Trp Thr Thr Asn Gly Asn 
325 330 335 



985 



1033 



aag aaa ate tgg tgg ate ate cga gga ccc atg atg etc tgt gta aca 
Lys Lys He Trp Trp He He Arg Gly Pro Met Met Leu Cys Val Thr 
340 345 350 

gtc aat ttc ttc ate ttc ctg aaa att etc aag ctt etc att tet aag 
Val Asn Phe Phe He Phe Leu Lys He Leu Lys Leu Leu He Ser Lys 
355 360 365 



etc aaa get cat caa atg tgc ttc aga gat tat aaa tac aga ttg gca 
Leu Lys Ala His Gin Met Cys Phe Arg Asp Tyr Lys Tyr Arg Leu Ala 
370 375 380 



10 

aaa tea aca ctg gtc etc att cct tta ttg gge gtt cat gag ate etc 1321 
Lys Ser Thr Leu Val Leu He Pro Leu Leu Gly Val His Glu He Leu 

ttc tct ttc ate act gat gat caa gtt gaa gga ttt gea aaa ctt ata 1369 
Phe Ser Phe He Thr Asp Asp Gin Val Glu Gly Phe Ala Lys Leu He 

cga ctt ttc att cag ttg aca ctg age tec ttt cat ggg ttc ctg gtg 1417 
Arg Leu Phe He Gin Leu Thr Leu Ser Ser Phe His Gly Phe Leu Val 
420 425 430 

ccc ttg cag tat ggt ttt gee aat gga gaa gtg aag get gag ctg egg 1465 
Ala HI III T yr Sly Phe Ala Asn Gly Glu Val Lys Ala Glu Leu Arg 
435 440 445 

aaa tae tgg gtc egc ttc ttg eta gee cgc cac tea ggc tgc aga gee 1513 
Lys Tyr TrJ Val Arg Phe Leu Leu Ala Arg His Ser Gly Cys Arg Ala 

450 455 460 

tgt gtc ctg ggg aag gae ttc egg ttc eta gga aaa tgt ccc aag aag 1561 
cfs Val Leu lly Lys Asp Phe Arg Phe Leu Gly Lys Cys Pro Lys Lys 
465 470 475 

etc teg gaa gga gat ggc get gag aag ctt egg aag ctg cag ccc tea 1609 
Leu Ser Glu Gly Asp Gly Ala Glu Lys Leu Arg Lys Leu Gin Pro Ser 
485 490 495 

ctt aac agt ggg egg etc eta cat eta gec atg cga ggt ctt ggg gag 1657 
Leu Asn Ser lly Arg Leu Leu His Leu Ala Met Arg Gly Leu Gly Glu 
500 505 510 

ctg ggc gee cag ccc caa cag gac cat gea cgc tgg ccc egg ggc age 1705 
Leu lly Ala Gin Pro Gin Gin Asp His Ala Arg Trp Pro Arg Gly Ser 
515 520 525 

age ctg tec gag tgc agt gag ggg gat gtc ace atg gee aac acc atg 1753 
S Leu Ser Glu Cys Ser Glu Gly Asp Val Thr Met Ala Asn Thr Met 

530 535 540 

gag gag att ctg gaa gag agt gag ate tagggtggag ttccaceace 1800 
Glu Glu He Leu Glu Glu Ser Glu He 
545 550 

ctggctctgc tcccagggac tcttgagggg geccaggaag aggaagcaaa gcaggacaca 186 0 
cgttgctggg caeggaatea ttctcgttcc attcaccatg ccactttgat atgaaagcta 1920 
tcaeaaggtt cttcaagctc tgtatgaaag aggctgtgtg tcatgctcac agcctctgcc 1980 
tgctcttctc atectaataa cecccaecag tgtgttttcc acaatgecea ccagacccta 2040 
gggcctggct ctaaattcaa gecaatgaag teccacecgg aattcttttg ctttttaccc 2100 

2112 

ctggaagaaa ta 



<210> 12 
<211> 553 
<212> PRT 

<213> Homo sapiens 

Me^Lys'Leu Gly Ser Ser Arg Ala Gly Pro Gly Arg Qly Ser Ala Qly 

Leu Leu Pro Gly Val His Glu Leu Pro Met Gly He Pro Ala Pro Trp 
20 25 30 

Gly Thr Ser Pro Leu Ser Phe His Arg Lys Cys Ser Leu Trp Ala Pro 
35 40 45 

Gly Arg Pro Phe Leu Thr Leu Val Leu Leu Val Ser He Lys Gin Val 
50 55 60 

Thr Gly Ser Leu Leu Glu Glu Thr Thr Arg Lys Trp Ala Gin Tyr Lys 

65 ^O 75 

Gin Ala Cys Leu Arg Asp Leu Leu Lys Glu Pro Ser Gly He Phe Cys 

85 9° 95 

Asn Gly Thr Phe Asp Gin Tyr Val Cys Trp Pro His Ser Ser Pro Gly 

ioo 105 110 

Val Ser Val Pro Cys Pro Ser Tyr Leu Pro Trp Trp Ser Glu Glu 



Asn 



115 120 



125 



Ser Ser Gly Arg Ala Tyr Arg His Cys Leu Ala Gin Gly Thr Trp Gin 
130 135 140 

Thr lie Glu Asn Ala Thr Asp He Trp Gin Asp Asp Ser Glu Cys Ser 
145 150 155 

Glu Asn His Ser Phe Lys Gin Asn Val Asp Arg Tyr Ala Leu Leu Ser 
165 170 I 75 

Thr Leu Gin Leu Met Tyr Thr Val Gly Tyr Ser Phe Ser Leu He Ser 
180 185 19° 

Phe Leu Arg Lys Leu His Cys 
205 

Thr Arg Asn Tyr He His Met Asn Leu Phe Ala Ser Phe He Leu Arg 
210 215 220 

Val Val Phe Tyr Asn Ser Tyr Ser 
235 240 

Lys Arg Pro Asp Asn Glu Asn Gly Trp Met Ser Tyr Leu Ser Glu Met 
245 250 255 

Ser Thr Ser Cys Arg Ser Val Gin Val Leu Leu His Tyr Phe Val Gly 
260 265 270 



Ala Asn Tyr Leu Trp Leu Leu Val Glu Gly Leu Tyr Leu His Thr Leu 
275 280 285 

Leu Glu Pro Thr Val Leu Pro Glu Arg Arg Leu Trp Pro Arg Tyr Leu 

290 295 300 

Leu Leu Gly Trp Ala Phe Pro Val Leu Phe Val Val Pro Trp Gly Phe 
305 310 315 

Ala Arg Ala His Leu Glu Asn Thr Gly Cys Trp Thr Thr Asn Gly Asn 
325 330 JJb 

Lys Lys He Trp Trp He He Arg Gly Pro Met Met Leu Cys Val Thr 
340 345 350 

Val Asn Phe Phe He Phe Leu Lys lie Leu Lys Leu Leu He Ser Lys 
355 360 365 

Leu Lys Ala His Gin Met Cys Phe Arg Asp Tyr Lys Tyr Arg Leu Ala 
370 375 380 

e Pro Leu Leu Gly Val His Glu He Leu 

390 

Gin Val Glu Gly Phe Ala Lys Leu He 



Phe Ser Phe He Thr Asp Asp 
405 



415 



Arg Leu Phe He Gin Leu Thr Leu Ser Ser Phe His Gly Phe Leu Val 
420 425 430 

Ala Leu Gin Tyr Gly Phe Ala Asn Gly Glu Val Lys Ala Glu Leu Arg 
435 440 445 

Lys Tyr Trp Val Arg Phe Leu Leu Ala Arg His Ser Gly Cys Arg Ala 

450 455 460 

Cys Val Leu Gly Lys Asp Phe Arg Phe Leu Gly Lys Cys Pro Lys Lys 

Leu Ser Glu Gly Asp Gly Ala Glu Lys Leu Arg Lys Leu Gin Pro Ser 
485 490 495 

Leu Asn Ser Gly Arg Leu Leu His Leu Ala Met Arg Gly Leu Gly Glu 
500 505 510 

Leu Gly Ala Gin Pro Gin Gin Asp His Ala Arg Trp Pro Arg Gly Ser 
515 520 5 25 

Ser Leu Ser Glu Cys Ser Glu Gly Asp Val Thr Met Ala Asn Thr Met 
530 535 540 

Glu Glu He Leu Glu Glu Ser Glu He 
545 550 



<210> 13 
<211> 463 
<212> PRT 

<213> Rattus norvegicus 

Met°Ila 3 Gly Ala Pro Gly Pro Leu Arg Leu Ala Leu Leu Leu Leu Gly 
1 5 1° 15 

Met val Gly Arg Ala Gly Pro Arg Pro Gin Gly Ala Thr Val Ser Leu 
20 25 30 

Trp Glu Thr Val Gin Lys Trp Arg Glu Tyr Arg Arg Gin Cys Gin Arg 
35 40 45 

Ser Leu Thr Glu Asp Pro Pro Pro Ala Thr Asp Leu Phe Cys Asn Arg 
50 55 60 

Thr Phe Asp Glu Tyr Ala Cys Trp Pro Asp Gly Glu Pro Gly Ser Phe 
65 70 75 80 

Val Asn Val Ser Cys Pro Trp Tyr Leu Pro Trp Ala Ser Ser Val Pro 



Gin Gly His Val Tyr Arg Phe Cys Thr Ala Glu Gly Leu Trp Leu Gin 
100 105 11° 



Lys Asp Asn Ser Ser Leu Pro Trp Arg Asp Leu Ser Glu Cys Glu Glu 
115 120 125 

Ser Lys Arg Gly Glu Arg Ser Ser Arg Glu Glu Gin Leu Leu Phe Leu 
130 135 140 



Tyr He He Tyr Thr Val Gly Tyr Ala Leu 



Ser Phe Ser Ala Leu Val 
155 160 



He Ala Ser Ala He Leu Leu Gly Phe Arg His Leu His Cys Thr Arg 
165 l^O 175 

Asn Tyr He His Leu Asn Leu Phe Ala Ser Phe He Leu Arg Ala Leu 
180 185 190 

Ser Val Phe He Lys Asp Ala Ala Leu Lys Trp Met Tyr Ser Thr Ala 
195 200 205 

Ala Gin Gin His Gin Trp Asp Gly Leu Leu Ser Tyr Gin Asp Ser Leu 
210 215 220 

Ser Cys Arg Leu Val Phe Leu Leu Met Gin Tyr Cys Val Ala Ala Asn 
225 230 235 240 

Tyr Tyr Trp Leu Leu Val Glu Gly Val Tyr Leu Tyr Thr Leu Leu Ala 
245 250 255 

Phe Ser Val Phe Ser Glu Gin Trp He Phe Arg Leu Tyr Val Ser He 
260 265 270 



Gly Trp Gly Val Pro Leu Leu Phe Val Val Pro Trp Gly He Val Lys 

275 280 
Tyr Leu Tyr Glu Asp Glu Gly Cys Trp Thr Arg Asn Ser Asn Met Asn 

290 295 
Tyr Trp Leu He He Arg Leu Pro He Leu Phe Ala He Gly Val Asn 
305 310 315 

Phe Leu lie Phe Val Arg Val He Cys He Val Val Ser Lys Leu Lys 

325 330 
Ala Asn Leu Met Cys Lys Thr Asp He Lys Cys Arg Leu Ala Lys Ser 



325 330 

Lys Thr Asp 
340 345 
Thr Leu Thr Leu He Pro Leu Leu Gly Thr His Glu Val He Phe Ala 

355 36° 365 

Phe Val Met Asp Glu His Ala Arg Gly Thr Leu Arg Phe He Lys Leu 

370 375 380 

Phe Thr Glu Leu Ser Phe Thr Ser Phe Gin Gly Leu Met Val Ala He 
385 390 395 

Leu Tyr Cys Phe Val Asn Asn Glu Val Gin Leu Glu Phe Arg Lys Ser 

405 410 
Trp Glu Arg Trp Arg Leu Glu His Leu His He Gin Arg Asp Ser Ser 

420 425 430 

Met Lys Pro Leu Lys Cys Pro Thr Ser Ser Leu Ser Ser Gly Ala Thr 

435 440 4 

Ala Gly Ser Ser Met Tyr Thr Ala Thr Cys Gin Ala Ser Cys Ser 
450 4 ^5 460 



<210> 14 
<211> 14 
<212> DNA 

<213> Artificial Sequence 

<223> Description of Artificial Sequence: Synthetic 
primer 

<400> 14 
aacccactgc ttac 



<210> 15 
<211> 19 
<212> DNA 

<213> Artificial Sequence 

<223> Description of Artificial Sequence: Synthetic 
primer 



15 



<400> 15 

cccagaatag aatgacacc 



<210> 16 
<211> 24 
<212> DNA 

<213> Artificial Sequence 

<223> Description of Artificial Sequence: Synthetic 
primer 

<400> 16 

caggggccgg tacctctcca ctcc 



<210> 17 
<211> 26 
<212> DNA 

<213> Artificial Sequence 

<223> Description of Artificial Sequence: Synthetic 
primer 

<400> 17 

ttgggtcctc gagtggccaa gctgcg 



<210> 18 
<211> 32 
<212> DNA 

<213> Artificial Sequence 

<223> Description of Artificial Sequence: Syntheti 
primer 

<400> 18 

gggtagtcgg tacctctaga gcaagttcag cc 



<210> 19 
<211> 31 
<212> DNA 

<213> Artificial Sequence 

<223> Description of Artificial Sequence: Syntheti 
primer 

<400> 19 

ataacagagg atcctcgagt atttcttcca g 



16 



210> 20 
<211> 42 
<212> DNA 

<213> Artificial Sequence 



<223> Description of 
primer 



acaggcatgt ctggaagact tactcaagga accttctggc at 



<210> 21 
<211> 42 
<212> DNA 

<213> Artificial Sequence 
<220 



f 2 3> Description of Artificial Sequence: Synthetic 
primer 

aJgccagLg gttccttgag taagtcttcc agacatgcct gt 



<210> 22 
<211> 26 
<212> DNA 

<213> Artificial Sequence 

<223> Description of Artificial Sequence: Syntheti 
primer 

<400> 22 

ttcctctgtg gtaccaagag gaatgc 



<210> 23 
<211> 39 
<212> DNA 

<213> Artificial Sequence 

<223> Description of Artificial Sequence: Synthet 



<400> 23 

ggtggactcg aggtaccgat ctcactctct tccagaatc 



<210> 24 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
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223 > Description of Artificial Sequence: Synthetic 



<400> 24 

gtggagagga tttgtgcaaa catttc 



<210> 25 
<211> 26 
<212> DNA 

<213> Artificial Sequence 



<223> Description < 
primer 

<400> 25 

agagacattt ccaggagaag aatgag 



<210> 26 
<211> 15 
<212> PRT 

<213> Rattus norvegicus 
<400> 26 



l"^ alu AS„ T te Thr Asp II. Trp Gin Olu S,r »1« 



<210> 27 
<211> 13 
<212> PRT 

<213> Rattus norvegicus 
400> 27 



Ser°Glu Gly Asp Gly Ser Glu Thr Leu Gin Lys Leu Arg 



<210> 28 
<211> 14 
<212> PRT 

<213> Rattus norvegicus 
<400> 28 



S 4 er 0 His 8 Asn Ser Tyr Ser Lys Arg Pro Asp Asp Glu Ser Gly 



